Abstract: Adult height is a highly heritable trait involving multipe genes. Recent genome-wide association studies have identified that SNP rs12338076 in the LHX3-QSOX2 locus, and rs1457595 and rs17032362 in the IGF1 locus are associated with human height in the Japanese population (Okada et al. Hum Mol Genet 2010; 19:2303-12). We performed a replication study to examine the associations between these 3 SNPs and adult height in the Japanese population based on autopsy cases. However, it was not possible to confirm that all these SNPs influenced adult height in the study population. We first conducted a wide-ranging survey of these 3 SNPs in the above genes using 9 different populations including Asians, Africans and Caucasians, and demonstrated that the genotypes of rs12338076 and rs17032362 were distributed in an ethnicity-dependent manner; even within Asian populations, the genotype distributions of the SNPs differed widely. Although there are differences in height distribution between different populations, possibly due to genetic factors and/or gene-environmental interactions, the contradictory results of the association study and ethnic differences in genotype distribution allow us to assume that these height-related SNPs in the genes may contribute to adult height to a slight extent, at least in the Japanese population. It is anticipated that the present information will be useful for developing a reliable tool for personal identification through elucidation of the genetic basis of human height.
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Asian populations, the genotype distributions of the SNPs differed widely. Although there 12 are differences in height distribution between different populations, possibly due to genetic 13 factors and/or gene-environmental interactions, the contradictory results of the association 14 study and ethnic differences in genotype distribution allow us to assume that these 15 height-related SNPs in the genes may contribute to adult height to a slight extent, at least in 16 the Japanese population. It is anticipated that the present information will be useful for 17 developing a reliable tool for personal identification through elucidation of the genetic basis 18 of human height. Medicine. This study was explained in writing to participants and written consent was 9 obtained; since a part of participants had been without informed consent, usage of them as 10 anonymous samples was approved by Ethics Committee of the Kurume University.
Introduction
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The height of 102 Japanese subjects (65 male and 35 female; mean age 57.5 years; mean 12 height 160.1 cm) autopsied in Shimane prefecture was measured. Subjects less than 18 year 13 old were excluded. Genomic DNA was extracted from blood samples of these subjects 14 collected at autopsy using a QIAamp DNA mini kit. 
SNP typing
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Results and discussion
enzyme. In rs12338076, the product amplified from the A-allele was completely digested 1 with Hha I to yield fragments of 149 and 37 bp, whereas that from the G-allele yielded neither 2 of these fragments. The same procedure was employed for the other 2 SNPs. The validity 3 of the genotyping results obtained by these methods was confirmed by sequencing analyses of 4 genomic DNA derived from several representative subjects.
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First, in order to evaluate the association of the SNPs, rs12338076 in LHX3-QSOX2, and 6 rs1457595 and rs17032362 in IGF1, with adult height variation, we examined both the 7 genotype of each SNP and height in autopsied Japanese subjects (n = 102). As shown in Fig.   8 1, no significant association between the genotypes in each SNP and height was found. 1  2  3  4  5  6  7  8  9  10  11  12  13  14  15  16  17  18  19  20  21  22  23  24  25  26  27  28  29  30  31  32  33  34  35  36  37  38  39  40  41  42  43  44  45  46  47  48  49  50  51  52  53  54  55  56  57  58  59  60  61  62  63  64 3  4  5  6  7  8  9  10  11  12  13  14  15  16  17  18  19  20  21  22  23  24  25  26  27  28  29  30  31  32  33  34  35  36  37  38  39  40  41  42  43  44  45  46  47  48  49  50  51  52  53  54  55  56  57  58  59  60  61  62  63  64 . 1  2  3  4  5  6  7  8  9  10  11  12  13  14  15  16  17  18  19  20  21  22  23  24  25  26  27  28  29  30  31  32  33  34  35  36  37  38  39  40  41  42  43  44  45  46  47  48  49  50  51  52  53  54  55  56  57  58  59  60  61  62  63  64 height is expressed as mean ± standard deviation; the bar represents the standard deviation.
P-values were calculated by single regression analysis. 
